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Coxiella burnetii 109, with a 2.03-Mb genome, is a doxycycline-resistant human isolate that was isolated from the cardiac valve
of a German male patient with Q fever endocarditis who died during the course of the treatment due to the bacterium’s resis-
tance to doxycycline. This new genome can be useful for future comparative genomic or Q fever studies.

Coxiella burnetii is a human pathogen causing Q fever (7). It
is a Gram-negative bacterium belonging to the gammapro-

teobacteria and having a complex intracellular cycle (7). Actu-
ally, five genomes are available from the NCBI: Dugway 5J108-
111 (1), CbuG_Q212 (1, 2), CbuK_Q154 (1), RSA 331, and
RSA 493 (1, 9).

Our strain, 109, is a human isolate of C. burnetii resistant to
doxycycline (MIC � 8 �g/ml), isolated from the cardiac valve of a
German male patient with Q fever endocarditis who died during
the course of the treatment despite the use of an increased-doxy-
cycline regimen (400 mg/day) but a low serum doxycycline con-
centration (3.5 �g/ml � 0.6 �g/ml after 1 year of treatment) (8).
Its genome was sequenced by shotgun, 454 pyrosequencing and
use of the SOLiD system, for a total of 7,654,293 reads, and assem-
bled using the software program GS Assembler and CLC bio soft-
ware. We finally obtained 236 large contigs and 4 scaffolds. The
finishing is in progress. We used the Prodigal software program
(3) to annotate the DNA sequences; tRNAs were predicted using
the software program tRNAScan-SE (6), rRNAs were predicted
using the RNAmmer program (4), and COG and KEGG analysis
were done thanks to CAMERA (10).

The 2.03-Mb genome of strain 109 (42.5% GC content) en-
codes 1,846 proteins and carries 42 tRNAs and one ribosomal
operon. Among the 1,846 proteins, 88% own a COG (Cluster of
Orthologous Groups) category, 208 are split, and 177 are hypo-
thetical. Strain 109 contains a QpH1-type plasmid of 0.037 Mb
(39.3% GC content).

We compared strain 109 to the five available strains. A com-
parison of the COG categories shows that 109 follows the same
trend as the other strains. It is the same for the KEGG classes. All
the strains follow the same trend, with a high number of proteins
implied to be in the metabolism category (amino acid metabolism
and carbohydrate metabolism in the majority) and with some
proteins belonging to genetic information and processing (trans-
lation, replication, and repair in the majority). Moreover, based
on a study published in 2011 (5), there are 35 deleted open reading
frames (ORFs) in strain 109.

Availability of the strain 109 genome could help in understand-
ing the resistant profile of this strain. The added sequences are also
interesting for a later pangenomic study.

Nucleotide sequence accession numbers. Strain 109 has been
deposited in GenBank under the project accession number
AKYP00000000. The version described in this article is the first
version, AKYP01000000.
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